. Transcriptional data in typhoid patients from Vietnam. (A) Venn diagram illustrating the overlap of differentially expressed genes (FC, ±1.25; false discovery rate, <0.05) in patients with acute typhoid in Vietnam (day 1 or 3 after hospitalization) and participants at TD in the challenge study. (B) GSEA of custom gene sets from the Vietnam study (1,000 iterations, BH p-value). (C) 20 most significantly overrepresented pathway based on significantly expressed genes (FC, ±1.5, P < 0.01) in samples derived from typhoid confirmed patients in Vietnam at day 1 or 3 after admission to hospital. Figure S2 . Longitudinal cytokine levels after challenge. Cytokine induction [log 2 FC/D0] in participants diagnosed with acute typhoid (n = 25; A-D) and those who stayed well (n = 16; E-H). Data are median with 25th/75th percentile, and blue line depicts the mean. Each sample was run in duplicates. *, P < 0.05; **, P < 0.01; ***, P < 0.001; ****, P < 0.0001 using one-sample Student's t test. Figure S3 . Q-PCR validation of key genes. Gene expression (log 2 FC) compared with baseline samples was determined for those who were diagnosed (TD; n = 8; blue) and those who stayed well (nD7; n = 7; green). 
